An almost-complete 16S rRNA gene sequence of strain X-65 T (1391 bp) was obtained. On the basis of pairwise alignment, the closest relatives of strain X-65 T were Chryseobacterium species (92.4-95.4 %), Cloacibacterium normanense CCUG 46293 T (94.0 %), Sejongia marina IMCC3228 T (93.9 %), Elizabethkingia meningoseptica ATCC 13253 T (93.8 %) and Riemerella columbina LMG 11607 T (93.3 %). The highest sequence similarity was observed with Chryseobacterium haifense LMG 24029 T (95.4 %). This relationship was also highlighted in the phylogenetic tree ( Fig. 1) , confirming that strain X-65 T is a member of the CBR cluster of the family Flavobacteriaceae. Strain X-65
T formed a distinct phyletic line with all four tree-inferring methods used in this study, which suggests that it represented a novel genus.
The morphology and flagellation of cells from exponentially growing cultures in TSB/10 were examined using transmission electron microscopy (Hitachi H-8100). Cells were negatively stained with 1 % (w/v) phosphotungstic acid and the grids were examined after being air-dried. Motility was tested by the hanging-drop technique (Skerman, 1967) using phase-contrast microscopy (Olympus). Gliding motility was determined as described by Bowman (2000) using quarter-strength TSB solidified with 1 % (w/v) agar. After incubation for 17 h at 30 u C, the inoculated area was covered with a glass coverslip and examined by oil-immersion phase-contrast microscopy.
Growth under anaerobic conditions was determined after incubation in an anaerobic chamber on trypticase soy agar (TSA; Difco) supplemented with 0.5 % (w/v) glucose or 0.1 % (w/v) potassium nitrate. Growth was also tested on tryptone-glucose-yeast agar (TGY), nutrient agar (NA) and MacConkey agar (Difco). The temperature range (4-50 u C at 5 u C intervals) and pH range (pH 4-13 at 1 pH unit intervals) for growth and the requirement for and tolerance of NaCl (0-5 % at 1 % intervals) were determined using TSB/10 as the basal medium. The pH was adjusted prior to T within the CBR branch of the family Flavobacteriaceae. The tree was generated using the neighbour-joining method. Numbers at nodes (.50 %) are percentages of bootstrap support from 1000 resampled datasets. sterilization by the addition of HCl or NaOH and measured and adjusted again after sterilization.
For testing the Gram reaction, a Gram-stain kit (Amresco) and the KOH-lysis test (Buck, 1982) were used. The following conventional biochemical tests were performed as described by Smibert & Krieg (1994) : catalase and cytochrome oxidase activities, methyl red reaction and hydrolysis of casein, starch, tyrosine, Tween 80, chitin and CM-cellulose. Haemolytic activity was determined using a blood agar base supplemented with 5 % sheep blood. Flexirubin-type pigments were detected using the simple KOH test detailed in the minimal standards for describing novel taxa in the family Flavobacteriaceae (Bernardet et al., 2002) . Antibiotic resistance was determined with the disc diffusion method (NCCLS, 2003) on TSA incubated for up to 5 days at 30 u C. Additional physiological and biochemical tests were performed using the API 20E, API 20NE, API 50CH and API ZYM systems (bioMérieux) and the GN2 MicroPlate system (Biolog) according to the manufacturers' instructions.
Most members of the family Flavobacteriaceae are either non-motile or motile by gliding (Bernardet & Nakagawa, 2006) . The presence of flagella-like appendages was indeed reported in Polaribacter irgensii (Gosink et al., 1998) and Flagellimonas eckloniae (Bae et al., 2007) , but motility was only observed in the latter organism. Cells of strain X-65 T displayed distinct swimming motility when a broth culture was observed by light microscopy (see the supplementary video, available in IJSEM Online). Although no typical flagella were revealed by electron microscopy, cells were surrounded by long and relatively thick, irregular and distorted appendages (Fig. 2) . The appendages previously reported on the cells of Muricauda strains were quite different and no motility was observed in these organisms (Bruns et al., 2001; Yoon et al., 2005 Yoon et al., , 2008 . Although basically aerobic, the isolate was also able to grow under anaerobic conditions when nitrate or glucose was provided, as already reported for some Chryseobacterium gleum and Chryseobacterium indologenes strains (Holmes et al., 1984; . The strain exhibited a pale yellow pigmentation, but no flexirubin-type pigments were produced. The other physiological and biochemical properties of strain X-65 T are listed in Table 1 or in the genus and species descriptions.
The respiratory quinones were extracted and separated by HPLC (Ultimate 3000) as described by Xie & Yokota (2003) . Fatty acid methyl esters were extracted from cells grown on TSA for 24 h at 30 u C and analysed by GC (Hewlett Packard 6890N) according to the standard protocol of the Microbial Identification System (MIDI). The DNA G+C content was determined by HPLC according to the method of Mesbah et al. (1989) .
The cellular fatty acid profile of strain X-65 T is given in Table 2 . Overall, the branched-chain fatty acid composition of strain X-65
T was similar to those of phylogenetically related species, but differed in terms of proportions. In particular, the larger proportions of the straight-chain fatty acids 16 : 0 and 18 : 0 clearly distinguished the isolate from its phylogenetic neighbours. However, as all strains were not grown under the same conditions, the results must be compared with care. The predominant respiratory quinone was menaquinone MK-6, in line with all members of the family Flavobacteriaceae. The DNA G+C content was 41.5 mol%, which is distinctly higher than the range reported in phylogenetically related genera (Table 1) but still within the range reported for the family (Bernardet & Nakagawa, 2006) .
Based on phylogenetic inference, it is evident that the isolate forms a distinct phyletic line and does not show close affinity to any recognized genus within the CBR group. The swimming motility, the presence of appendages, large amounts of the straight-chain fatty acids 16 : 0 and 18 : 0 and other phenotypic characteristics shown in Table 1 differentiate strain X-65 T from other members of the group. Consequently, it is proposed that strain X-65 T represents a novel genus and species in the family Flavobacteriaceae, Planobacterium taklimakanense gen. nov., sp. nov. Description of Planobacterium gen. nov.
Planobacterium (Pla.no.bac.te9ri.um. Gr. adj. planos wandering; L. neut. n. bacterium a rod; N.L. neut. n. Planobacterium motile rod).
Cells are Gram-negative, rod-shaped, non-sporulating and motile by swimming in broth cultures. Catalase-and oxidase-positive. The predominant cellular fatty acids are iso-15 : 0, anteiso-15 : 0, 16 : 0 and 18 : 0. The predominant respiratory quinone is MK-6. The DNA G+C content of the type strain of the type species is 41.5 mol%. The type species is Planobacterium taklimakanense.
Description of Planobacterium taklimakanense sp. nov.
Planobacterium taklimakanense (tak.li.ma.kan.en9se. N.L. neut. adj. taklimakanense pertaining to the desert of Taklimakan, Xinjiang, China, where the type strain was isolated).
Displays the following features in addition to those given in the genus description. Cells are facultatively anaerobic, approximately 1.0-1.5 mm long and 0.4-0.6 mm in diameter and surrounded by long and relatively thick appendages. No growth occurs at 4 or 40 u C. Growth occurs at 18-37 u C (optimum 30 u C), with 0-3 % NaCl (optimum 0 % NaCl), at pH 6-12 (optimum pH 7-8) and on TSB/10, TGY, NA and TSA, but not MacConkey agar. Colonies are circular with regular edges, mucoid and pale yellow. Flexirubin-type pigments are not produced. No haemolysis occurs on 5 % sheep-blood agar. Starch, aesculin, L-tyrosine, gelatin and casein are decomposed, but agar, Tween 80, CM-cellulose and chitin are not. Methyl red negative. Nitrate is not reduced. The following results are obtained from API 20E and API 20NE strips after 48 h of incubation at 30 u C: indole and acetoin are produced, H 2 S is not produced, aesculin and gelatin are hydrolysed, urea is not hydrolysed, citrate is utilized and bgalactosidase, arginine dihydrolase, lysine and ornithine (Vandamme et al., 1994) . Values are percentages of total fatty acids; fatty acids amounting to ,1 % of the total fatty acids in all strains listed are omitted. The strains were not cultivated under the same conditions for fatty acid analysis. ECL, Equivalent chain-length; tr, traces (,1 %); -, not detected. The type strain is X-65 T (5CCTCC AB 208154 T 5NRRL B-51322 T ), isolated from a soil sample from the Taklimakan desert, Xinjiang, China.
